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Background: Mouse has served as an excellent model for studying human development and diseases due to its
similarity to human. Advances in transgenic and knockout studies in mouse have dramatically strengthened the use
of this model and significantly improved our understanding of gene function during development in the past few
decades. More recently, global gene expression analyses have revealed novel features in early embryogenesis up to
gastrulation stages and have indeed provided molecular evidence supporting the conservation in early
development in human and mouse. On the other hand, little information is known about the gene regulatory
networks governing the subsequent organogenesis. Importantly, mouse and human development diverges during
organogenesis. For instance, the mouse embryo is born around the end of organogenesis while in human the
subsequent fetal period of ongoing growth and maturation of most organs spans more than 2/3 of human
embryogenesis. While two recent studies reported the gene expression profiles during human organogenesis, no
global gene expression analysis had been done for mouse organogenesis.
Results: Here we report a detailed analysis of the global gene expression profiles from egg to the end of
organogenesis in mouse. Our studies have revealed distinct temporal regulation patterns for genes belonging to
different functional (Gene Ontology or GO) categories that support their roles during organogenesis. More
importantly, comparative analyses identify both conserved and divergent gene regulation programs in mouse and
human organogenesis, with the latter likely responsible for the developmental divergence between the two
species, and further suggest a novel developmental strategy during vertebrate evolution.
Conclusions: We have reported here the first genome-wide gene expression analysis of the entire mouse
embryogenesis and compared the transcriptome atlas during mouse and human embryogenesis. Given our earlier
observation that genes function in a given process tends to be developmentally co-regulated during
organogenesis, our microarray data here should help to identify genes associated with mouse development
and/or infer the developmental functions of unknown genes. In addition, our study might be useful for
invesgtigating the molecular basis of vertebrate evolution.
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For over 50 years, the mouse (Mus musculus) has played a
prominent role for studying mammalian development.
Studies in mouse have led to enormous progresses in our
understanding of early human development, which are dif-
ficult to study directly due to the difficulty in obtaining
suitable samples ethically and technically [1,2]. The identi-
fication of genes and the signaling pathways involved in
mouse embryogenesis have helped us to better understand
embryonic development in mammals, including fertili-
zation, morulation, gastrulation, and organogenesis [3].
Understanding the molecular mechanisms governing
mouse embryogenesis is also important for translational
and clinical research in diverse areas such as reproductive
biology, regenerative medicine, and genetic therapy.
The advent of microarray analysis has allowed system-
atic analysis of gene expression changes during deve-
lopment. Elucidating the transcriptomes of successive
developmental stages in different animal species is crit-
ical for understanding the developmental mechanismFigure 1 Morphological comparisons of mouse and human embryo d
on somite number and characteristics [26]. There are 28 TS stages from the
Only 11 stages are shown. Human embryo stages were described by the C
developmental structures, not by size or the number of days of developme
human embryo development, thereafter that the term embryo is replaced
double headed arrows point to human and mouse embryos at similar stagand revealing the conservation and diversification at mo-
lecular level among species during embryogenesis. A num-
ber of reports on genome-wide expression profiles for
different developmental periods during human and mouse
embryogenesis have been published, which have provided
valuable information on the gene and the molecular net-
work underlining morphological changes during these pe-
riods [4-24] These earlier studies so far focused mainly on
oocytes and preimplantation embryos in mouse and re-
vealed a number of similarities between mouse and hu-
man gene expression profiles. This perhaps was not
surprising given the similarities between the two species at
early stages of development (Figure 1, Additional file 1A).
On the other hand, the arguably more critical period of
embryogenesis is the period of organogenesis, when most
significant morphological differences occur between hu-
man and mouse (Figure 1) [25]. One of the most obvious
differences between mouse and human embryogenesis is
the time of birth. The mouse embryo is born almost im-
mediately after all the organs develop (around TS27-TS28,evelopment. Mouse embryonic stages (Theiler stages or TS) are based
fertilization to birth, which is about 20 days post conception (dpc).
arnegie Institution of Washington, which are based on the
nt [27]. The 23 Carnegie stages (CS) only covers the first 60 days of
with fetus. 5 human embryos at 4-9th week are shown here. The
es of organogenesis.
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at the end of organogenesis (CS23, corresponding to
TS26/27, Figure 1), the human embryo has a dispropor-
tionally large head relative to the whole body and other or-
gans. The embryo continues to stay in the uterus for a few
more months, a period termed as the fetal stage. During
this stage, many organs continue to grow and eventually
develop into their proper sizes for birth. The underlying
molecular basis for this developmental divergence remains
unknown as there have been essentially no global gene ex-
pression data available for mammalian embryos past the
peri-implantation period. Interestingly, two recent studies
on the global gene expression profiles during human or-
ganogenesis (up to 9 weeks of human gestation) revealed
very interesting and informative information on the gene
regulation networks governing organogenesis, distinct
from those involved in early embryogenesis, which utilizes
many maternal genes [7,18,25].
Here we report the first genome-wide study of the gene
expression profiles of mouse embryos spanning all stages
of mouse development. Our analyses demonstrate conser-
vations in the gene regulation networks underlying early
embryogenesis in mouse and human but also reveal dis-
tinct molecular pathways that underlie the morphological
and functional divergences during late organogenesis,
leading to the birth at the end of organogenesis in mouse
while several additional months of gestation in human.
Results and discussion
Dynamic changes in the transcriptome throughout mouse
embryogenesis
The Theiler stages are defined on the basis of anatomical
features during mouse embryogenesis [26], which serve as
references for comparative study of embryogenesis among
different species. To determine the developmental gene
expression profiles, mouse C57BL/6 J oocytes (eggs),
TS01, and embryos at 11 Theiler stages [26] that covers
the entire embryo development period were collected
(Figure 1). To minimize the individual difference during
embryonic development, each biological replicate in-
cluded at least 500 eggs or 20 embryos and three bio-
logical replicates of each stage were subjected to
Affymetrix Mouse 430 expression microarray analysis.
In addition, a heatmap analysis showed that the data
from different biological replicates at each time point
were reproducible (Additional file 1B). Finally, RT-PCR
analysis of many genes on an independent RNA set con-
firmed microarray findings (described below).
For the microarray analysis, a transcript was scored as
“detected” or “expressed” if significant signal was detected
in two or three individual microarrays of the three inde-
pendent samples [28]. Overall, 27,857 out of the 39,015
transcripts on the microarray were detected at least in one
of the eleven stages (Additional file 2).The goal of our study is to determine 1) whether and
how transcriptome differs among different stages of
mouse embryogenesis, and 2) how the changes in tran-
scriptome correlate with the embryogenesis. To address
these questions, we compared the expression profiles bet-
ween adjacent stages during development. We observed
that the extent of the changes in transcriptome, i.e., the
number of genes that exhibited differential expression
levels between two adjacent stages during mouse embryo-
genesis, correlated well with gross morphological changes
of the embryo (Figure 2), that is, the more different the
morphologies between two adjacent stages, the larger the
number of genes whose expression was altered (Figure 2).
For example, when embryos at the preimplanting zygote
stage (TS01) developed into early gastrula stage (TS09),
the individual zygotes or single cell fertilized eggs changed
dramatically through zygotic division into differentiated
gastrula embryos with three germinal layers [29]. Such
drastic changes in morphology were accompanied by the
largest number (about 13,000) of genes with different ex-
pression levels (Figure 2). A similar large number (about
10,000) of genes with altered expression levels were
detected between TS16 and TS19 when both stages are at
the early stages of organogenesis and the mouse embryo
grew and changed rapidly as the somites formed during
early organogenesis (Figure 2). In contrast, there were
relatively few genes with significantly altered expression
between unfertilized eggs and TS01 or between TS19 and
TS21, when the gross morphology change was relatively
minor (Figure 2). These results suggest that the extent of
the morphological changes is well correlated with the
number of genes whose expression is altered.
As the developmental changes between two adjacent
stages vary during embryogenesis and may thus involve
genes whose expression is only altered between these two
adjacent stages, we examined the number of genes that
were regulated only between any adjacent two stages,
which we termed “uniquely regulated genes” (Additional
file 2). The numbers of such genes and the percentage of
such genes in the total number of regulated genes between
the two adjacent stages were shown in Figure 2 (shown as
horizontal columns and the numbers in%, respectively).
Again, we found that the number as well as the percentage
of uniquely regulated genes correlated with the extent of
the morphological changes. Interestingly, even in the per-
centage term, the more dramatic the morphological
changes were between the two stages, the higher the per-
centage of the total regulated genes were uniquely regu-
lated between two adjacent stages, suggesting that more
dramatic morphological changes involves a higher propor-
tion of genes specifically altered for the developmental
processes. One exception is between TS13-TS16, which
involved a very high percentage of uniquely regulated
genes, even though the total numbers of regulated genes
Figure 2 Early embryogenesis involves many more regulated genes than late organogenesis during mouse development. The gene
expression levels were compared between each pair of adjacent developmental stages to identify developmentally regulated genes. The total
number of the genes regulated between the two stages (p < 0.01) were shown as a horizontal column (open and purple shaded columns). The
number of genes whose expression levels were changed only between the two indicated stages, thus termed unique regulated genes, was
shown as the purple shaded portion of the columns and its percentage in the total regulated genes was shown next to the column. Some
enriched function categories (Gene Ontology or GO) for each group of uniquely regulated genes are shown on the right.
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bryo is beginning a major shift in development, the onset
of organogenesis.
To investigate the possible role of the uniquely regulated
genes, we identified the significantly enriched Gene Ontol-
ogy (GO) categories among the uniquely regulated genes.
Here we observed that the enriched GO categories closely
correlated with the specific morphological changes bet-
ween two adjacent stages. For example, cell division was
most active at TS01 ~ TS09 during mouse embryogenesis
[30]. Consistently, cell division- and mitosis-related genes
were highly enriched in the uniquely regulated genes bet-
ween TS01 and TS09 (Figure 2). Likewise, between TS11
and TS13 as the embryo transitioned from gastrulation to
organogenesis, genes belonging to the GO categories such
as skeletal and heart development were enriched among
the uniquely regulated (Figure 2). In addition, between
TS16 and TS19 when the nerve system develops [31,32], a
number of nerve development related GO categories such
as neuron migration and transmission of nerve impulse
were significantly enriched among the unique regulated
genes (Figure 2). Even after TS19 when organogenesis was
almost completed, the function of the uniquely regulatedgenes remained correlated with the landmarks of the de-
velopmental changes, albeit the number of the uniquely
regulated genes was lower than those at earlier stages. For
example, at developmental stage TS22 ~ 23, muscle tissues
in some organs such as the tongue and the esophageal
passage developed extensively. This was accompanied by
the changes in many myofibril-specific and other striated
muscle cell development-associated genes among the
unique regulated genes for the stages [33] (Figure 2). Like-
wise, as the limb and nails become visible around stages
TS23 to TS25, the genes related to jaw and limb deve-
lopment were enriched among the unique regulated genes.
These and the similar associations at other stages
(Figure 2) suggest that the regulation in the expression of
the uniquely regulated genes temporally correlate with the
specific morphological changes and unique developmental
events at these stages, supporting important roles of these
uniquely regulated genes at these developmental stages.
Major temporal regulation patterns correlate with specific
developmental processes during mouse embryogenesis
It is well known that genes functioning in a given bio-
logical process tend to be coordinately regulated. To
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in different processes during mouse development, we
used the maSigPro procedure [34] to identify co-
regulated gene groups across the 11 Theiler stages.
Among the 27,857 genes that were detectable at least in
one of the 11 stages, 11,458 genes were significantly reg-
ulated during embryogenesis. To determine the gene
regulation pathways that control mouse embryogenesis,
we grouped the 11,458 regulated genes into 20 clusters
according to their expression patterns by means of Serial
Expression Analysis (Additional file 3). We further
grouped the 20 clusters into six groups of related clus-
ters, referred to as group 1 to 6 (Additional file 4), based
on the similarity in the temporal appearance of lowest
and highest expression levels for each cluster. Out of
each group, we chose a cluster representing the most
dominant temporal developmental patterns, shown in
Figure 3 as Cluster I to VI, corresponding to group 1 to
6, respectively (Additional file 4).
To validate microarray findings, we selected a few
dozens of genes within different clusters for quantitative
RT-PCR (qRT-PCR) analysis on an independent set of
RNA samples. The results showed that the expression
patterns obtained from the RT-PCR analysis agreed with
those from the microarray (Additional file 1C).
To determine the potential functions of the genes
within individual clusters, the genes within each of the 6
clusters above were analyzed by using DAVID tools [35]
to determine their significantly enriched functional or
regulatory features, including GO categories, the associ-
ated biological pathways, and tissue distribution prefer-
ences. Among the six clusters, clusters with “up-
regulated” expression patterns, i.e., Clusters I, II, and III,
had the lowest expression levels at the beginning of em-
bryogenesis and highest expression toward the end of
development (Figure 3). However, significant differences
existed among them at different development stages,
consequently leading to distinct functional categories of
genes enriched among them. Genes in Cluster I had a
low expression level through pre-implantation, gastrula-
tion, to early organogenesis, but then had their expres-
sion rise sharply near the end of organogenesis
(Figure 3). This cluster was enriched with genes affiliated
with epithelium development (FDR = 0.19) and meta-
bolic processes such as neutral lipid metabolic process
(FDR = 0) and carboxylic metabolic process (FDR = 0)
(Additional file 5). The upregulation of epithelial tissue-
specific genes at the late stages agrees well with the
organ development and maturation during this period.
A typical example is keratin 13, which is involved in the
development of the circumvallate papillae during the
formation of tongue [36]. In addition, genes in some
metabolic process-related GO categories were enriched
in most gene expression clusters and the metabolicprocess-related genes in cluster I were implied in liver
functions. For example, sterol is mainly synthesized in
the liver; cellular ketone metabolic process and neutral
lipid metabolic process are also important for lipid me-
tabolism in the liver. These findings agreed well with the
facts that the mouse liver has a critical role in blood sup-
ply at the early stages (TS18-19) and begins to function
in metabolism starting from TS21 [3]. Thus, the genes
identified in cluster I may play important roles in liver
and epithelium development.
The expression of genes in Cluster II had a first sharp
rise between pre-implantation and gastrulation, and a
second rise between gastrulation and organogenesis
(Figure 3). These two developmental transitions affect
the entire embryo. Not surprisingly, genes in the Cluster II
were not clearly enriched for genes of particular organ sys-
tems. Instead, the cluster was enriched with GO categories
for many common development events like organ devel-
opment (FDR = 0), skeletal system development (FDR = 0),
nervous system development (FDR = 0) and urogenital
system development (FDR = 0), etc. (Additional file 6).
Many well-studied genes known to be important for de-
velopment such as Gli2, Notch3, Foxc2 [37-39] were found
in this developmental cluster.
Compared with Cluster II, Cluster III is more likely a
specialized “organogenesis” cluster since it contained
groups of genes that had low levels of expression at pre-
implantation and gastrulation stages but dramatically in-
creased their expression at the beginning of organogen-
esis. Interestingly, there was little overlap in the
enriched biological function (GO) categories between
these two clusters. Cluster III was heavily enriched with
genes in GO categories associated with homeostatic
process (FDR = 0) and ion transport (FDR = 0) although
there was also enrichment for genes in nervous system
development (FDR = 0) and muscle organ development
(FDR = 0.01) (Figure 3, Additional file 7). This suggests
that genes that are involved only during organogenesis
are distinct from those participating in both gastrulation
and organogenesis.
The expression patterns for Clusters IV and V were
“arch-shaped” and were mirror image of each other, with
the genes in Cluster IV having highest expression levels
at TS16 while those in Cluster V having the lowest ex-
pression levels at TS16 (Figure 3). Cluster IV was highly
enriched with genes in cell cycle (FDR = 0), M phase
(FDR = 0), mitosis (FDR = 0) and cell division (FDR = 0)
(Figure 3, Additional file 8), in agreement with the active
cell proliferation during TS11 ~ 13 [30]. In contrast,
genes in Cluster V had the highest expression levels in
egg, and then a precipitous drop in gene expression dur-
ing the first half of the embryogenesis and finally a rise
during the second half. In general, the genes with high
levels of expression in the egg are regarded as maternal
Figure 3 (See legend on next page.)
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Figure 3 Different temporal regulation clusters are enriched with genes of distinct functional GO categories. The 11,458 regulated genes
were divided into 20 clusters, Cluster I to XX (Additional file 3) (Additional file 4). Then the 20 clusters were divided into six groups referred to as
group 1 to 6 (Additional file 4). One representative cluster from each of the six groups was shown here as Cluster I to VI, respectively. (A) Heat
map (green to red: low to high levels of expression) showing the expression of the individual genes in Cluster I-VI. (B) Expression of the genes at
different stages of development. Solid lines are drawn joining the average value of gene expression at each stage in the cluster. The dots reflect
actual expression values. Some significantly enriched biological processes/categories for each cluster are shown in the grey box on the right.
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GO categories were immune system process (FDR = 0),
immune response (FDR = 0) and lipid metabolic process
(FDR = 0) (Figure 3, Additional file 9). It is palpable to
understand that the immune system-associated genes
are significantly upregulated at the late stages of mouse
development when the mouse immune system is devel-
oped and begins to function. The abundance of these
genes in the mouse eggs implies the involvement of
these genes in innate immune system. These findings
may provide new clues for studying the development of
innate immune system.
Cluster VI was the only “down-regulated” cluster among
all major clusters, we expected to see that this cluster
be enriched with genes in GO categories related to
“pluripotency” because of the prevailing understanding
that stem cell pluripotency gradually disappears in parallel
with progressive cell differentiation during embryo devel-
opment [40]. Surprisingly, the most noticeably enriched
GO categories in Cluster VI were generic ones such as
catabolic process (FDR = 0) and gene expression (FDR = 0)
(Additional file 10). This may reflect the fact that the
major processes associated with early embryogenesis is
yolk utilization and the genes associated with such meta-
bolic processes are no longer needed subsequently.
Thus, the different gene regulation clusters are en-
riched with genes that likely function together to facili-
tate the specific developmental processes at different
stages of mouse embryonic development.
Gene regulation during mouse organogenesis
As discussed above, mouse and human embryogenesis
share extensive similarities but also have distinct differ-
ences. In particular, mouse and human development dif-
fers during organogenesis such as tail and sensory organ
development. We have previous determined the gene
regulation profiles at the 4 ~ 9th weeks of human embryo-
genesis, covering the organogenesis period [18]. These
stages correspond to mouse organogenesis at TS13-27/28
(Figure 1). To compared the human and mouse trans-
criptomes during organogenesis, we first analyzed the
gene regulation profiles during mouse organogenesis.
Analysis of the transcriptome of mouse embryos at 6
stages from TS13 to TS27, namely TS13, 16, 19, 21, 23
and 27, revealed that 8,521 genes were significantly regu-
lated during this developmental period. Most of thesegenes could be clustered into 4 temporal groups (Figure 4)
(Additional file 11). Group I represented the up-regulated
gene clusters in which all the genes were gradually up-
regulated from TS13 (Figure 4A); group II represented the
down-regulated gene clusters (Figure 4B) in which all the
gene were gradually down-regulated from TS13; group III
represented the arch-down regulated gene clusters in
which all the genes were downregulated from TS13 and
after reaching a trough at TS19-TS21, were upregulated
again (Figure 4C); the group IV represented the arch-up
regulated gene cluster in which all the genes were first
upregulated starting TS13 and after reaching a peak at
TS19-TS21, were downregulated again (Figure 4D).
To investigate the potential roles of these different gene
clusters in organogenesis, we determined the enriched GO
categories and tissue preference of the genes in the clusters
by using the methods of Huang da et al. [35]. The enriched
GO categories in the genes of group I included tissue devel-
opment and muscle organ development, etc. They were
preferentially expressed in skeletal muscle, brain cortex,
skin, etc., tissues that develop at late stages of organogen-
esis (Figure 4E) (Additional file 12). This is consistent with
the potential role of genes in group I during this period.
On the other hand, the enriched GO categories in the
genes of group II included cell cycle and cell division
(Figure 4F). Their downregulation likely reflects the broad
transition from cell division during early embryogenesis to
mainly cell differentiation during organogenesis. Another
noticeable feature for this group was the enrichment of
RNA splicing-specific genes, especially ncRNA (non-coding
RNA) processing-associated genes. While the functional
significance remains to be determined, many genes of this
group were highly expressed in eggs (Additional file 13)
and were among the genes in the only downregulated gene
cluster (Cluster VI) during embryogenesis as described
above, suggesting that the down-regulation of these genes
started during early embryogenesis and continued during
organogenesis.
The genes in group III were enriched with genes in a
series of GO categories associated with energy generation
and utilization such as lipid metabolic and lipid biosyn-
thetic processes, transport, localization, oxidoreductase ac-
tivity, and generation of precursor metabolites and energy.
Data from tissue expression enrichment analysis indicated
that these genes were mainly expressed in those organs in-
volved in metabolism such liver, kidney and the mammary
Figure 4 Major temporal expression patterns during mouse organogenesis. (A)-(D) Genes that were significantly regulated during
organogenesis (between stages TS13-TS27) were clustered and the four major patterns with genes that were gradually up-, down-, arch-down-,
and arch-up-regulated are shown, respectively. (E)-(H) GO analysis were carried out on the genes belonging to the 4 clusters shown in A-D and
the corresponding biological categories highly enrichments (p < 0.001) in each of the four gene patterns are shown in E-H, respectively. In
addition, the tissues where these genes are preferentially expressed are also shown for each pattern (p < 0.001), indicating distinct
tissue specificities.
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likely involved during early development in cell prolifer-
ation but not critical for differentiation during organo-
genesis. Toward the end of organogenesis, they are
upregulated again as the organs mature to exert physio-
logical function.
The enriched GO categories in the genes of group IV
included cartilage development, forebrain development,
and eye development, with the genes preferentia-
lly expressed in the corresponding tissues/organs
(Figure 4H) (Additional file 15). This appears to be consist-
ent with the fact that as the development of these organs/
tissues completes, the expression of these genes are no lon-
ger needed when the embryos prepares for postnatal life.Conserved as well as divergent gene regulation patterns
underlying mouse and human organogenesis
Based the most recent report of the Mouse Genome Data-
base (MGD) [41], 5,670 out of the 8,521 mouse genes that
were regulated during organogenesis have known ortho-
logous human genes. During the corresponding period of
human organogenesis, i.e., between the 4-9th week, 5,358
genes were significantly regulated [18], of which 3,950
genes have known mouse orthologs. Surprisingly, when
we compared the 5,670 regulated mouse genes with the
3950 regulated human genes, we found that only 1,760
(~31%) genes were commonly regulated during organo-
genesis in both species (Figure 5). This ratio likely under-
estimate the commonly regulated genes between human
Figure 5 Most of the up- and down-regulated genes are common during mouse and human organogenesis. (A) Venn diagrams between
mouse and human genes whose expression significantly changed during organogenesis. (B-D) Venn diagrams of the subsets of genes in panel
(A) that were up- (B), down- (C), and arch-up- (D) regulated, respectively. (E-G) Heat-map expression profiles of the common genes between
human and mouse in B–D, respectively. (H-I) Heat-map expression profiles of selected genes involved in 4 signaling processes that are up- (H) or
down- (I) regulated similarly during organogenesis in mouse and human.
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been annotated between mouse and human in the data-
base and 2) there are likely other regulated genes not yet
identified by the microarray studies. Nonetheless, it is
much less than the 95% homology between mouse and
human genome, suggesting distinct regulation of the tran-
scriptome during mouse and human organogenesis.
Of the four major clusters of the genes regulated dur-
ing mouse organogenesis, only three, groups I, II, and IV
(Figure 4), were identified among the genes regulated
during human organogenesis [18]. When the genes in
the corresponding groups were compared, we found that
378 genes were among the common upregulated genes
in mouse and human (p = 0.00), accounting for 53.5% of
the genes in the mouse up-regulated gene cluster and
92.9% of the genes in the human up-regulated gene clus-
ter, respectively (Figure 5B). Similarly, there were 451
genes were commonly downregulated in both mouse
and human (p = 0.00), comprising 69.5% of the genes in
the mouse down-regulated gene cluster and 75.7% of the
genes in the human down-regulated gene cluster, re-
spectively (Figure 5C). These shared upregulated or
downregulated genes during organogenesis not only
exhibited similar gene expression pattern (Figure 5E-F)
but, more importantly, also had similar enriched GO
groups as exemplified by genes in several signal trans-
duction pathways (Figure 5H-I). Many of the commonly
upregulated genes likely participated in the development
of the individual organs while the shared downregulated
genes were involved the cell proliferation prior to organo-
genesis. For example, the commonly upregulated genes in-
cluded genes such as EGFR, which is closely associated
with epidermal development [42], and BMP2, which is im-
portant for skeleton development [43,44]. Likewise, among
the commonly downregulated genes, were BIRC5, aurora
A/B and many members of cyclin family genes whose
functions were significantly associated with cell cycle and
cell proliferation [45-48]. They were down regulated as
the embryo changed from mainly cell proliferation to
organ development. Thus, these commonly regulated
genes likely play critical roles for the conserved develop-
mental processes between mouse and human.
For the third common cluster, group IV or the arch-up
regulated gene cluster, there were only 68 common genes,
comprised of only 38.9% of the mouse arch-up regulated
gene cluster and 22.5% of the human arch-up regulated
gene cluster, respectively (Figure 5D), much less than the
other two groups (Figure 5B, C) (p = 0.03), suggesting that
this expression pattern (Figure 5G) was not highly con-
served during organogenesis. Consistently, GO analysis in-
dicated that genes in this group might have different roles
during mouse and human development. In human, the
genes in this arch-up regulated gene cluster were enriched
with genes associated with various metabolic processes,transcriptional regulation and eye development [18], and
there was no enriched tissue expression except for genes
during eye development. On the other hand, in mouse,
the genes in this cluster had enriched with genes associ-
ated with the forebrain development, neurogenesis, cartil-
age development in additional to eye development, etc.
(Additional file 15). The most noticeable common feature
was that the genes associated with eye development,
which is consistent with the conserved eye developmental
events, such as the eye ball formation as well as pigmenta-
tion in the eyes, etc., in both mouse and human during
this period.
Unlike the above three groups of genes regulated during
organogenesis, there was no significant group for the
arch-down regulated genes during human organogenesis
[18]. It is tempting to hypothesize that genes in this cluster
may have important roles in determining the developmen-
tal divergence during mouse and human organogenesis.
Carefully examination revealed that many of the mouse
genes in this group (arch-down or group III) (Figure 4C)
were present in the group II of the downregulated gene
cluster during human organogenesis (data not shown).
These genes were expressed at very low levels toward the
end of organogenesis in human, which contrasted sharply
to their upregulation at the similar stages of mouse devel-
opment (Figure 4C). As indicated above, the genes in
mouse group III were enriched with genes in a series of
GO categories associated with energy generation and
utilization. Our finding suggests that one of the significant
differences between the mouse and human development
is on energy generation and consumption toward the end
of organogenesis. The difference may be responsible for
the major developmental difference between mouse and
human, that is, the birth of the mouse embryo at the end
of organogenesis vs. the extended in utero growth of the
human embryo after organogenesis. The striking differ-
ence between the lengths of pregnancy in mouse and hu-
man requires different strategies for energy generation
and utilization as well as other metabolic processes. Dur-
ing the period from stage TS13 to TS19, the mouse de-
pends on the placenta for energy supply, just like the
human embryo at the similar stages. Starting from stage
TS19, as the embryonic organs associated with metabolism
such as the liver gradually mature, the placenta degenerates
and the energy supply and metabolite exchanges are grad-
ually switched from the placenta to the liver. This transition
prepares the fetus for their independent postnatal life upon
birth [49]. Thus, the genes associated with energy metabol-
ism in the eggs that are downregulated at the earlier stages
will need to be upregulated again after TS19 when the pla-
centa degenerates and the organs associated with energy
metabolism such as the liver mature (Figure 4G). On the
other hand, the human embryo of similar stages and even
after organogenesis still uses the placenta for energy and
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http://www.biomedcentral.com/1471-2164/14/568metabolite supply, so the genes associated with such func-
tions do not need to be upregulated at late organogenesis
stages.
Thus, by comparing to the recently published gene
expression profiles during human organogenesis, weFigure 6 A molecular interaction network during mouse organogene
major patterns shown in Figure 4 during mouse organogenesis were analy
network. Each line between any two proteins (dots) indicates an interactio
locations. The color indicates the gene regulation patterns as in Figure 4. (B
have similar expression profiles: most genes on the left circle are down-reg
dot is proportional to the number of interactions the protein has within th
arch-down genes may function to bridge interactions among the proteinsidentified 1,760 commonly regulated genes during mouse
and human organogenesis. Our analyses showed that the
genes in the up-regulated and down-regulated gene clus-
ters were mostly conserved during mouse and human or-
ganogenesis and are likely responsible for the similaritiessis. (A) The 1000 most significantly regulated genes among the 4
zed by using the STRING database to obtain a protein interaction
n. The genes are grouped into 4 categories based on their cellular
) The cell cycle sub-network showing that many interacting proteins
ulated while those on the left are arch-up regulated. The size of each
e network. (C) The neurogenesis genes subnetwork showing that the
in different regulation groups in the network.
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hand, the genes in the arch-up regulated gene cluster,
which are less conserved between mouse and human or-
ganogenesis, and those in the arch-down regulated gene
cluster, which is unique to mouse organogenesis, appear
to be critical for the divergence between mouse and hu-
man embryogenesis.
A molecular interaction network governing mouse
organogenesis
Embryogenesis involves complex spatiotemporal interac-
tions among diverse groups of genes. To determine if and
how the genes that are regulated during mouse organo-
genesis interact with each other, we used the STRING
database and the Cytoscape visualizing tool to characterize
the signaling and regulatory interactions among the regu-
lated genes [50,51]. As show in Figure 6A, all proteins
encoded by the regulated genes were color-coded based
on their expression pattern. Among four groups of genes,
proteins encoded by genes in the up-regulated, down-
regulated and the arch-up regulated have more interac-
tions among themselves than with proteins outside their
own groups (p < 0.01). To investigate the details of this
protein interaction network, we analyzed densely con-
nected regions of the network. Figure 6B shows a sub-
network with proteins closely related to cell cycle and
mitosis (p = 0) as detected by MCODE analysis [52]. Most
proteins in this subnetwork were downregulated, as
expected from the analysis of the downregulated group
above. Importantly, the interaction network showed that
among the cell cycle related genes, the downregualted
ones interacted with each other while the small fraction of
upregulated cell cycle related genes were clustered into a
different subnetwork, demonstrating that genes func-
tioned together were coordinated regulated.
The interaction analysis also allowed us to assign the
cellular localizations of the encoded proteins (Figure 6A).
Interestingly, the arch-down regulated genes encoded
disproportionally proteins located on the plasma mem-
brane and they had more interactions with proteins
encoded by genes in the other regulation groups than
with themselves (Figure 6A). Our analysis above suggests
that the arch-down regulated genes likely play important
roles in determining the species-specific development in
mouse. The interaction pattern of the downregulated
group indicates that the arch-down genes may function
to bridge interactions among genes in different regula-
tion groups. As an example, by using the jActive-module
of Cytoscape [53], we identified a subnetwork that in-
cluded all four groups of expression patterns shown in
Figure 4 and were significantly enriched with genes re-
lated to nervous system development (p = 0) (Figure 6C),
showing clearly that several proteins of the arch-down
regulated group had extensive interactions with proteinsencoded by genes in the other regulation groups
(Figure 6C).Efficiency of gene utilization as a potential developmental
strategy in different organisms
Evolution from lower to higher species can be exhibited in
different aspects such as body morphology and size, organ
functions, tissue structures, as well as genomic organiza-
tions, etc. [54]. At the genome level, the C-value enigma
indicates that the size of genome does not represent the
evolutionary order of different species [55,56]. Based on
our analyses of the transcriptome during mouse and hu-
man organogenesis, we wonder if transcriptome regula-
tion may be an indicator of evolution. Considering
efficiency as a selective pressure in evolution, different
species may need alter the expression of different number
of genes for a similar developmental process. To investi-
gate this possibility, we focused on the mouse develop-
mental period from TS13 to TS27 and the corresponding
human developmental period, i.e., from week 4 to week 9,
and analyzed the percentages of genes expressed or regu-
lated. The total number of genes expressed in human [18]
and mouse (this study) were 28,761 and 27,966 (Table 1),
accounting for 57.4% and 71.6% of the total genes identi-
fied in both species, respectively, which was statistically
different (p = 0). Thus, a higher percentage of mouse genes
than human genes participated in development. Further-
more, we found that the number of genes that were regu-
lated during human and mouse organogenesis, i.e., from
stage TS13 to TS27 for mouse and week 4 to week 9 for
human, were 5,358 and 8,521, which accounted for 10.7%
and 21.8% of the total genes in human and mouse, re-
spectively. Again, the regulated genes as a percentage of
total genes needed for organogenesis were significantly
different between the two species (p = 0), i.e., mouse needs
a higher percentage of regulated genes than human does
for organogenesis. Taking together, we suggest that the
more evolutionarily advanced species, e.g., human, the
more efficient it is in gene utilization for development. To
further test this possibility, we analyzed the transcriptome
data for the organogenesis of zebrafish [57], a less ad-
vanced species compared to mouse (Table 1). We found
that as many as 68.9% genes participated during zebrafish
organogenesis, significantly higher than that of mouse
(p = 0). Thus, the evolutionary strategy for zebrafish ap-
pears to be using more genes than those during mouse de-
velopment (p = 0), consistent with the findings from the
comparison of the mouse and human transcriptome.
Thus, the transcriptome activity during different periods
of embryogenesis may serve as a new criterion to evaluate
evolutionary strategy in different species. Clearly add-
itional data from deliberately designed studies are needed
to further support and validate this hypothesis.
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We have reported here the first genome-wide gene expres-
sion analysis of the entire mouse embryogenesis. Our data
indicate that the GO categories or signaling processes that
are significantly regulated during development correlate
well with the developmental changes taking place at the
particular stages. Furthermore, our comparative analyses
suggest that a unique group of genes with a distinct regu-
lation pattern during mouse organogenesis that is absent
during human development underlies the developmental
divergences between human and mouse, while the major-
ity of the genes in the three other major temporal regula-
tion groups are conserved between mouse and human,
consistent with the general similarity of mouse and human
development. Given our earlier observation that genes
function in a given process tends to be developmentally
co-regulated during organogenesis [18,25], our microarray
data here should help to identify genes associated with
mouse development and/or infer the developmental func-
tions of unknown genes. Finally, our findings suggest that
the complexity of gene regulation during development
may serve as an evolutionary strategy in vertebrates.
Methods
Ethics statement
All animal experiments were approved by the Animal
Research Ethics Board of Wuhan University in China
and were in compliance with institutional guidelines on
the care of experimental animals.
RNA preparation
All mice used were obtained from ABSL-3 lab, Wuhan
University. F1 females were superovulated by injecting
first 10 IU PMSG and then 10 IU hCG 48 ~ 50 h later.
Oocytes were collected 14 ~ 16 h after hCG treatment.
25 ~ 50 oocytes were obtained from each successfully
supervulated mice. Each biological replicate had 500 oo-
cytes or more. To collect fertilized eggs, females were
mated with healthy F1 males and fertilized eggs were col-
lected at 18 h after hCG. Each replicate had 500 eggs or
more. The ages of the post-implantation embryos were
carefully determined according to the standard protocol
(Additional file 1A). For each biological replicate more
than 20 embryos were dissected from different F1 females.
At each stage 3 replicates were used for microarrayanalysis and another was kept for RT-PCR validation of
the microarray results. All samples were homogenized
in Trizol Reagent (Invitogen, USA) for further RNA
isolation.
Real-time quantitative RT-PCR
This was done with the primers for indicated genes
(Additional file 16) and the SYBR® qPCR Mix (Toyobo,
Japan) on an ABI PRISM 7500 and analyzed using the
Sequence Detection System 2.0 software.
Microarray analyses
The gene expression profiles of the mouse samples were
performed by using the Affymetrix Mouse Genome 430
2.0 GeneChip microarrays (Affymetrix, Santa Clara, CA)
according to the manufacturer’s protocol. The raw ex-
pression data were normalized using Affymetrix Micro-
array Suite 5.0 (MAS 5.0) with quantile normalization.
The normalized data for all arrays have been deposited
in the Gene Expression Omnibus (GEO) at the NCBI
[58] and are accessible through GEO Series accession
number GSE39897 (http://www.ncbi.nlm.nih.gov/geo/
query/acc.cgi?acc=GSE39897). The Pearson’s correlation
coefficient was calculated to show a high degree of repro-
ducibility of among the replicas (Additional file 1B). A
transcript was scored as “detected” or “expressed” if sig-
nificant signal was detected on two or three of the individ-
ual microarrays for the three independent replicas [28].
Bioinformatics analysis of developmentally
regulated genes
T-test was used to detect differentially expressed genes be-
tween adjacent developmental stages with a p value cutoff
of 0.05. Genes that exhibit expression differences only in
one pair of developmental time points were defined as
“unique differentially expressed genes”. The MaSigPro
[34] procedure was employed to detect the transcripts
exhibiting consistent changes within the triplicates as well
as differential expression across whole developmental
stages or organogenesis.
The major gene expression patterns were identified by
using the Serial Expression Analysis (SEA) tools [59]. For
detection of significantly changed transcripts, R-Squared
was set to 0.8 when using the MaSigPro method supplied
in the SEA online system. These differentially expressed
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http://www.biomedcentral.com/1471-2164/14/568genes were then clustered via the hierarchical clustering
method to explore their major expression trends. All dif-
ferentially expressed gene sets were then subjected to the
DAVID web program [35] to identify enriched biological
themes and quantify the function categories. Function cat-
egories was consider significant only if the p < 0.001, en-
richment fold > 2 and FDR < 0.001.Comparisons of gene expression data during
organogenesis between mouse, human And Zebrafish
The transcriptome data of the organogenesis embryos
during organogenesis (CS9-23, which resembles the
mouse organogenesis period of TS13-TS27) and
zebrafish embryos during organogenesis were obtained
from NCBI GEO [GSE15744 and 24840, respectively]
[18,57]. The up-regulated, down-regulated and arch-up
-regulated clusters of mouse genes were used for the
comparison with relevant clusters during human or-
ganogenesis. The significance of overlaps for each com-
parison was evaluated using the Fisher’s exact test. The
human homologs of the mouse genes were obtained by
using MGI database homology data [2].
The mouse, human, and zebrafish array data were
subjected to the same normalization method and differ-
ential gene detection method (1-way ANOVA, p < 0.05)
before comparing the number of expressed and differen-
tially expressed transcripts among three species.
Chi-square test was used to quantify that the numbers
of regulated genes needs for organogenesis were signifi-
cantly different in three species.Construction of the mouse organogenesis subnetworks
Genes from four regulated clusters during mouse or-
ganogenesis were subjected to the STRING (medium
confidence, ≥0.4) analysis to obtain their interaction
network [50]. The Cytoscape plug-in Cerebral was used
to visualize the subnetwork, which is configured based
on subcellular localization information of genes [51].
These localization data were obtained from the online
DAVID GO Terms including the “nucleus” (GO:
0005634), “cytoplasm” (GO: 0005737), “plasma mem-
brane” (GO: 0005886), and “extracellular region” (GO:
0005576). The MCODE plug-in was used to detect
densely connected regions in large protein-protein
interaction networks that may be related to molecular
complexes [52]. The jActive-module plug-in was used
to identify connected regions of the network that show
significant changes in expression over particular subsets
of expression conditions [53]. Chi-square test was used
to quantify that the genes have more interactions
among the genes within their own groups than with
genes outside their own groups.Accession codes
The data from this study have been submitted to the
NCBI Gene Expression Omnibus (GEO) (http://www.ncbi.
nlm.nih.gov/geo/) under accession number [GSE39897].
Additional files
Additional file 1: Is a figure showing information concerning
microarray sample.
Additional file 2: Lists all expressed genes with their stages of
expression and the stages, if any, when the gene was uniquely
regulated.
Additional file 3: Is a figure showing 20 clusters for 11,458
regulated genes during mouse embryogenesis.
Additional file 4: Is a table listing the 11,458 genes regulated
during mouse embryogenesis from egg to TS27.
Additional file 5: Is a table listing enriched GO categories for the
Cluster I in Additional file 4.
Additional file 6: Is a table listing enriched GO categories for the
Cluster II in Additional file 4.
Additional file 7: Is a table listing enriched GO categories for the
Cluster III in Additional file 4.
Additional file 8: Is a table listing enriched GO categories for the
Cluster IV in Additional file 4.
Additional file 9: Is a table listing enriched GO categories for the
Cluster V in Additional file 4.
Additional file 10: Is a table listing enriched GO categories for the
Cluster VI in Additional file 4.
Additional file 11: Is a table listing the 8,521 genes regulated
during mouse organogenesis from TS13 to TS27.
Additional file 12: Is a table listing enriched GO categories for the
UP group in Additional file 11.
Additional file 13: Is a table listing enriched GO categories for the
DOWN group in Additional file 11.
Additional file 14: Is a table listing enriched GO categories for the
ARCH-DOWN group in Additional file 11.
Additional file 15: Is a table listing enriched GO categories for the
ARCH-UP group in Additional file 10.
Additional file 16: Is a table listing primers for real-time
quantitative RT-PCR shown in Additional file 1.
Abbreviations
CS: Carnegie stage; TS: Theiler stage; GO: Gene ontology; MGD: Mouse
genome database; GEO: Gene expression omnibus; MGI: Mouse genome
informatics; SEA: Serial expression analysis.
Competing interest
The authors have declared that no competing interests exist.
Authors’ contributions
LX, MXG, YBS and WXL conceived and designed the experiments. LX, JYC,
JM and MXG performed the experiments. LX, JYC, JM, ZH, MXG, LF, YBS and
WXL analyzed the data. LX, ZH, LF, YBS and WXL wrote the manuscript. All
authors read and approved the final manuscript.
Acknowledgments
We would like to thank Drs. Yu Song, zhongjie Li, Yi Lin, Haiming Hu, Wei
Wang for helpful assistance and contributions in the preparation of this
manuscript. We thank all the teachers and students from the lab of Virology
and Molecular Oncology for their discussions and comments that improved
the manuscript. This work was supported by National High Technology
Research and Development Program of China (863 Program) Grant
2006AA02A306, National Natural Science Foundation of China Grant
Xue et al. BMC Genomics 2013, 14:568 Page 15 of 16
http://www.biomedcentral.com/1471-2164/14/56831271511, 31101047 and 81070406, Research Fund for the Doctoral Program of
Higher Education of China Grant 20110141110016. YBS and LF were supported
by the Intramural Research Program of NICHD, National Institutes of Health.
Author details
1College of Life Sciences, Wuhan University, Wuhan 430072, P.R China.
2Institute for Medical Biology, College of Life Sciences, South-Central
University for Nationalities, Wuhan 430074, P.R China. 3Section on Molecular
Morphogenesis, Program in Cellular Regulation and Metabolism, NICHD,
National Institutes of Health, Bethesda, MD 20892, USA.Received: 17 April 2013 Accepted: 30 July 2013
Published: 20 August 2013References
1. Pennisi E: Genomics. Sequence tells mouse, human genome secrets.
Science 2002, 298(5600):1863–1865.
2. Church DM, Goodstadt L, Hillier LW, Zody MC, Goldstein S, She X, Bult CJ,
Agarwala R, Cherry JL, DiCuccio M, Hlavina W, Kapustin Y, Meric P, Maglott D,
Birtle Z, Marques AC, Graves T, Zhou S, Teague B, Potamousis K, Churas C,
Place M, Herschleb J, Runnheim R, Forrest D, Amos-Landgraf J, Schwartz DC,
Cheng Z, Lindblad-Toh K, Eichler EE, et al: Lineage-specific biology revealed
by a finished genome assembly of the mouse. PLoS Biol 2009, 7(5):e1000112.
3. Zorn AM, Wells JM: Vertebrate endoderm development and organ
formation. Annu Rev Cell Dev Biol 2009, 25:221–251.
4. Assou S, Cerecedo D, Tondeur S, Pantesco V, Hovatta O, Klein B, Hamamah S,
De Vos J: A gene expression signature shared by human mature oocytes
and embryonic stem cells. BMC Genomics 2009, 10:10.
5. Chen HW, Chen JJ, Yu SL, Li HN, Yang PC, Su CM, Au HK, Chang CW, Chien LW,
Chen CS, Tzeng CR: Transcriptome analysis in blastocyst hatching by cDNA
microarray. Hum Reprod 2005, 20(9):2492–2501.
6. Dobson AT, Raja R, Abeyta MJ, Taylor T, Shen S, Haqq C, Pera RA: The
unique transcriptome through day 3 of human preimplantation
development. Hum Mol Genet 2004, 13(14):1461–1470.
7. Fang H, Yang Y, Li C, Fu S, Yang Z, Jin G, Wang K, Zhang J, Jin Y:
Transcriptome analysis of early organogenesis in human embryos.
Dev Cell 2010, 19(1):174–184.
8. Hamatani T, Carter MG, Sharov AA, Ko MS: Dynamics of global gene
expression changes during mouse preimplantation development.
Dev Cell 2004, 6(1):117–131.
9. Hamatani T, Daikoku T, Wang H, Matsumoto H, Carter MG, Ko MS, Dey SK:
Global gene expression analysis identifies molecular pathways
distinguishing blastocyst dormancy and activation. Proc Natl Acad Sci USA
2004, 101(28):10326–10331.
10. Kocabas AM, Crosby J, Ross PJ, Otu HH, Beyhan Z, Can H, Tam WL, Rosa GJ,
Halgren RG, Lim B, Fernandez E, Cibelli JB: The transcriptome of human
oocytes. Proc Natl Acad Sci USA 2006, 103(38):14027–14032.
11. Li XY, Cui XS, Kim NH: Transcription profile during maternal to zygotic
transition in the mouse embryo. Reprod Fertil Dev 2006, 18(6):635–645.
12. Mitiku N, Baker JC: Genomic analysis of gastrulation and organogenesis in
the mouse. Dev Cell 2007, 13(6):897–907.
13. Sharov AA, Piao Y, Matoba R, Dudekula DB, Qian Y, VanBuren V, Falco G,
Martin PR, Stagg CA, Bassey UC, Wang Y, Carter MG, Hamatani T, Aiba K,
Akutsu H, Sharova L, Tanaka TS, Kimber WL, Yoshikawa T, Jaradat SA,
Pantano S, Nagaraja R, Boheler KR, Taub D, Hodes RJ, Longo DL,
Schlessinger D, Keller J, Klotz E, Kelsoe G, et al: Transcriptome analysis of
mouse stem cells and early embryos. PLoS Biol 2003, 1(3):E74.
14. Tanaka TS, Jaradat SA, Lim MK, Kargul GJ, Wang X, Grahovac MJ, Pantano S,
Sano Y, Piao Y, Nagaraja R, Doi H, Wood WH 3rd, Becker KG, Ko MS:
Genome-wide expression profiling of mid-gestation placenta and
embryo using a 15,000 mouse developmental cDNA microarray.
Proc Natl Acad Sci USA 2000, 97(16):9127–9132.
15. Tanaka TS, Ko MS: A global view of gene expression in the
preimplantation mouse embryo: morula versus blastocyst. Eur J Obstet
Gynecol Reprod Biol 2004, 115(Suppl 1):S85–S91.
16. Wang QT, Piotrowska K, Ciemerych MA, Milenkovic L, Scott MP, Davis RW,
Zernicka-Goetz M: A genome-wide study of gene activity reveals
developmental signaling pathways in the preimplantation mouse
embryo. Dev Cell 2004, 6(1):133–144.17. Wang S, Cowan CA, Chipperfield H, Powers RD: Gene expression in the
preimplantation embryo: in-vitro developmental changes. Reprod Biomed
Online 2005, 10(5):607–616.
18. Yi H, Xue L, Guo MX, Ma J, Zeng Y, Wang W, Cai JY, Hu HM, Shu HB, Shi YB,
Li WX: Gene expression atlas for human embryogenesis. Faseb J 2010,
24(9):3341–3350.
19. Zeng F, Baldwin DA, Schultz RM: Transcript profiling during
preimplantation mouse development. Dev Biol 2004, 272(2):483–496.
20. Zeng F, Schultz RM: RNA transcript profiling during zygotic gene activation
in the preimplantation mouse embryo. Dev Biol 2005, 283(1):40–57.
21. Zhang P, Kerkela E, Skottman H, Levkov L, Kivinen K, Lahesmaa R, Hovatta O,
Kere J: Distinct sets of developmentally regulated genes that are
expressed by human oocytes and human embryonic stem cells.
Fertil Steril 2007, 87(3):677–690.
22. Zhang P, Zucchelli M, Bruce S, Hambiliki F, Stavreus-Evers A, Levkov L,
Skottman H, Kerkela E, Kere J, Hovatta O: Transcriptome profiling of
human pre-implantation development. PLoS One 2009, 4(11):e7844.
23. Zhang W, Morris QD, Chang R, Shai O, Bakowski MA, Mitsakakis N, Mohammad N,
Robinson MD, Zirngibl R, Somogyi E, Laurin N, Eftekharpour E, Sat E, Grigull J,
Pan Q, Peng WT, Krogan N, Greenblatt J, Fehlings M, van der Kooy D, Aubin J,
Bruneau BG, Rossant J, Blencowe BJ, Frey BJ, Hughes TR: The functional
landscape of mouse gene expression. J Biol 2004, 3(5):21.
24. Adjaye J, Huntriss J, Herwig R, BenKahla A, Brink TC, Wierling C, Hultschig C,
Groth D, Yaspo ML, Picton HM, Gosden RG, Lehrach H: Primary
differentiation in the human blastocyst: comparative molecular portraits
of inner cell mass and trophectoderm cells. Stem cells (Dayton, Ohio) 2005,
23(10):1514–1525.
25. Xue L, Yi H, Huang Z, Shi YB, Li WX: Global gene expression during the
human organogenesis: from transcription profiles to function
predictions. Int J Biol Sci 2011, 7(7):1068–1076.
26. Theiler K: The house mouse: atlas of embryonic development; 1972.
27. O’Rahilly R, Muller F, 2: Developmental stages in human embryos: revised
and new measurements. Cells, tissues, organs 2010, 192:73–84.
28. Lee ML, Kuo FC, Whitmore GA, Sklar J: Importance of replication in microarray
gene expression studies: statistical methods and evidence from repetitive
cDNA hybridizations. Proc Natl Acad Sci USA 2000, 97(18):9834–9839.
29. Beddington RS, Smith JC: Control of vertebrate gastrulation: inducing
signals and responding genes. Curr Opin Genet Dev 1993, 3(4):655–661.
30. Snow MH: Gastrulation in the mouse: growth and regionalization of the
epiblast. J Embryol Exp Morphol 1977, 42:293–303.
31. Waschek JA, Casillas RA, Nguyen TB, DiCicco-Bloom EM, Carpenter EM,
Rodriguez WI: Neural tube expression of pituitary adenylate
cyclase-activating peptide (PACAP) and receptor: potential role in
patterning and neurogenesis.
Proc Natl Acad Sci USA 1998, 95(16):9602–9607.
32. Vernay B, Koch M, Vaccarino F, Briscoe J, Simeone A, Kageyama R, Ang SL:
Otx2 regulates subtype specification and neurogenesis in the midbrain.
J Neurosci 2005, 25(19):4856–4867.
33. Yamane A, Ohnuki Y, Saeki Y: Developmental changes in the nicotinic
acetylcholine receptor in mouse tongue striated muscle. Journal of dental
research 2001, 80(9):1840–1844.
34. Conesa A, Nueda MJ, Ferrer A, Talon M: maSigPro: a method to identify
significantly differential expression profiles in time-course microarray
experiments. Bioinformatics (Oxford, England) 2006, 22(9):1096–1102.
35. da Huang W, Sherman BT, Lempicki RA: Systematic and integrative
analysis of large gene lists using DAVID bioinformatics resources. Nature
protocols 2009, 4(1):44–57.
36. Iwasaki S, Aoyagi H, Yoshizawa H: Localization of keratins 13 and 14 in the
lingual mucosa of rats during the morphogenesis of circumvallate
papillae. Acta Histochem 2011, 113(4):395–401.
37. Joeng KS, Long F: The Gli2 transcriptional activator is a crucial effector
for Ihh signaling in osteoblast development and cartilage
vascularization. Development 2009, 136(24):4177–4185.
38. Lagha M, Brunelli S, Messina G, Cumano A, Kume T, Relaix F, Buckingham ME:
Pax3:Foxc2 reciprocal repression in the somite modulates muscular versus
vascular cell fate choice in multipotent progenitors. Dev Cell 2009, 17(6):892–899.
39. Hu C, Dievart A, Lupien M, Calvo E, Tremblay G, Jolicoeur P: Overexpression
of activated murine Notch1 and Notch3 in transgenic mice blocks
mammary gland development and induces mammary tumors. Am J
Pathol 2006, 168(3):973–990.
40. Silva J, Smith A: Capturing pluripotency. Cell 2008, 132(4):532–536.
Xue et al. BMC Genomics 2013, 14:568 Page 16 of 16
http://www.biomedcentral.com/1471-2164/14/56841. Blake JA, Bult CJ, Kadin JA, Richardson JE, Eppig JT: The mouse genome
database (MGD): premier model organism resource for mammalian
genomics and genetics. Nucleic Acids Res 2011, 39:D842–D848. Database issue.
42. Poulton JS, Deng WM: Dystroglycan down-regulation links EGF receptor
signaling and anterior-posterior polarity formation in the Drosophila
oocyte. Proc Natl Acad Sci USA 2006, 103(34):12775–12780.
43. Prall OW, Menon MK, Solloway MJ, Watanabe Y, Zaffran S, Bajolle F, Biben C,
McBride JJ, Robertson BR, Chaulet H, Stennard FA, Wise N, Schaft D,
Wolstein O, Furtado MB, Shiratori H, Chien KR, Hamada H, Black BL, Saga Y,
Robertson EJ, Buckingham ME, Harvey RP: An Nkx2-5/Bmp2/Smad1
negative feedback loop controls heart progenitor specification and
proliferation. Cell 2007, 128(5):947–959.
44. Marie PJ, Debiais F, Hay E: Regulation of human cranial osteoblast
phenotype by FGF-2, FGFR-2 and BMP-2 signaling. Histol Histopathol
2002, 17(3):877–885.
45. Hannak E, Kirkham M, Hyman AA, Oegema K: Aurora-A kinase is required
for centrosome maturation in Caenorhabditis elegans. J Cell Biol 2001,
155(7):1109–1116.
46. Olie RA, Simoes-Wust AP, Baumann B, Leech SH, Fabbro D, Stahel RA,
Zangemeister-Wittke U: A novel antisense oligonucleotide targeting
survivin expression induces apoptosis and sensitizes lung cancer cells to
chemotherapy. Cancer Res 2000, 60(11):2805–2809.
47. Sah NK, Khan Z, Khan GJ, Bisen PS: Structural, functional and therapeutic
biology of survivin. Cancer Lett 2006, 244(2):164–171.
48. Alarcon C, Zaromytidou AI, Xi Q, Gao S, Yu J, Fujisawa S, Barlas A, Miller AN,
Manova-Todorova K, Macias MJ, Sapkota G, Pan D, Massague J: Nuclear
CDKs drive Smad transcriptional activation and turnover in BMP and
TGF-beta pathways. Cell 2009, 139(4):757–769.
49. Herrera E: Metabolic adaptations in pregnancy and their implications for the
availability of substrates to the fetus. Eur J Clin Nutr 2000, 54(Suppl 1):S47–S51.
50. Szklarczyk D, Franceschini A, Kuhn M, Simonovic M, Roth A, Minguez P, Doerks
T, Stark M, Muller J, Bork P, Jensen LJ, von Mering C: The STRING database in
2011: functional interaction networks of proteins, globally integrated and
scored. Nucleic Acids Res 2011, 39:D561–D568. Database issue.
51. Shannon P, Markiel A, Ozier O, Baliga NS, Wang JT, Ramage D, Amin N,
Schwikowski B, Ideker T: Cytoscape: a software environment for
integrated models of biomolecular interaction networks. Genome Res
2003, 13(11):2498–2504.
52. Bader GD, Hogue CW: An automated method for finding molecular
complexes in large protein interaction networks. BMC Bioinforma 2003, 4:2.
53. Ideker T, Ozier O, Schwikowski B, Siegel AF: Discovering regulatory and
signalling circuits in molecular interaction networks. Bioinformatics 2002,
18(Suppl 1):S233–S240.
54. Pagel M: Natural selection 150 years on. Nat Geosci 2009, 457(7231):808–811.
55. Waterston RH, Lindblad-Toh K, Birney E, Rogers J, Abril JF, Agarwal P, Agarwala R,
Ainscough R, Alexandersson M, An P, Antonarakis SE, Attwood J, Baertsch R,
Bailey J, Barlow K, Beck S, Berry E, Birren B, Bloom T, Bork P, Botcherby M, Bray N,
Brent MR, Brown DG, Brown SD, Bult C, Burton J, Butler J, Campbell RD,
Carninci P, et al: Initial sequencing and comparative analysis of the mouse
genome. Nat Geosci 2002, 420(6915):520–562.
56. Gregory TR: Coincidence, coevolution, or causation? DNA content, cell
size, and the C-value enigma. Biol Rev Camb Philos Soc 2001, 76(1):65–101.
57. Goldstone JV, McArthur AG, Kubota A, Zanette J, Parente T, Jonsson ME,
Nelson DR, Stegeman JJ: Identification and developmental expression of
the full complement of Cytochrome P450 genes in Zebrafish.
BMC Genomics 2010, 11:643.
58. Edgar R, Domrachev M, Lash AE: Gene expression omnibus: NCBI gene
expression and hybridization array data repository. Nucleic Acids Res 2002,
30(1):207–210.
59. Nueda MJ, Carbonell J, Medina I, Dopazo J, Conesa A: Serial expression
analysis: a web tool for the analysis of serial gene expression data.
Nucleic Acids Res 2010, 38:W239–W245. Web Server issue.
doi:10.1186/1471-2164-14-568
Cite this article as: Xue et al.: Global expression profiling reveals genetic
programs underlying the developmental divergence between mouse
and human embryogenesis. BMC Genomics 2013 14:568.Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
